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SIMCovalent posttranslational modiﬁcation with SUMO (small ubiquitin-related modiﬁer) modulates functions of a
wide range of proteins in eukaryotic cells. Sumoylation affects the activity, interaction properties, subcellular lo-
calization and the stability of its substrate proteins. The recent discovery of a novel class of ubiquitin ligases (E3),
termed ULS (E3-S) or STUbL, that recognize sumoylated proteins, links SUMO modiﬁcation to the ubiquitin/
proteasome system. Here we review recent insights into the properties and function of these ligases and their
roles in regulating sumoylated proteins. This article is part of a Special Issue entitled: Ubiquitin–Proteasome
System. Guest Editors: Thomas Sommer and Dieter H. Wolf.
© 2013 The Authors. Published by Elsevier B.V. Open access under CC BY license.1. Introduction
Covalent conjugation of the ubiquitin-related modiﬁer SUMO to
other proteins (termed sumoylation) is a posttranslational protein
modiﬁcation with essential functions in most eukaryotes [1,2]. A
known exception is the ﬁssion yeast Schizosaccharomyces pombe, in
which deletion of the SUMO encoding gene pmt3 is not lethal. Mu-
tants lacking pmt3, however, grow poorly and display genome insta-
bility [3]. While organisms ranging from yeasts to invertebrates
express only a single SUMO type, plant and mammalian cells express
multiple SUMO isoforms [4,5]. Sumoylation of proteins changes their
interaction properties in various ways leading to alterations in their
subcellular localization, their function and/or stability [6]. SUMO
modiﬁcation has important functions in many cellular processes
ranging from DNA damage control to the regulation of mitochondrial
dynamics [6,7]. The SUMO protein modiﬁcation system intersects
and interacts with the modiﬁcation system for its relative ubiquitin
in many ways (see references [8,9] for broader reviews on this
subject). One such intersection is that sumoylation serves as a recog-
nition signal for a class of ubiquitin ligases to which this review is
devoted.itin–Proteasome System. Guest
).
. Open access under CC BY license.2. The SUMO system
Conjugation of SUMO to its substrates involves anenzymatic cascade
comprising SUMO-activating enzyme, the SUMO conjugating enzyme,
and one of several SUMO ligases [10]. Conjugation of SUMO to an inter-
nal lysine (K) residue of another SUMO can lead to the formation of
substrate-attached SUMO chains (poly-sumoylation) [11,12].
The ability to form SUMO chains varies between SUMO isoforms and
occurs preferentially with SUMO isoforms bearing lysine (K) residues
within ΨKxD/E consensus motifs (Ψ is a hydrophobic residue such as
I, V, or L) located in their N-terminal domains. Saccharomyces cerevisiae
SUMO (also called Smt3) has three such lysine residues (K11, K15, and
K19), whereas the nearly identical human SUMO2 and SUMO3 (only
three residues difference), as well as SUMO4, have only one such resi-
due (K11) [11,12]. SUMO1 lacks a Lys residue in such a consensus
motif and therefore does not form chains efﬁciently [11], although for-
mation of SUMO1 chains has been observed in vitro [13–15]. Because
of itself being a poor sumoylation substrate, SUMO1 is considered to
act as a chain terminator upon its conjugation to SUMO2/3 chains
[16].While SUMO-SUMO linkages involving the consensus sumoylation
site K11 of SUMO2/3 are the most abundant ones, proteomic analyses
identiﬁed other Lys residues of SUMO1 and SUMO2/3 as additional ac-
ceptor sites, suggesting that chain topology may be a more complex
issue [15,17–22]. The signiﬁcance of SUMO4 conjugation, and a possible
role in chain formation, is still not much explored. A mutation of this
SUMO isoform was identiﬁed as a factor associated with susceptibility
to type 1 diabetes [23]. Because SUMO4 bears a proline residue at posi-
tion 90, the SUMO4precursor is apparently not or only poorly processed
under standard culture conditions [24]. Stress imposedby serum starva-
tion, however, was reported to induce processing of SUMO4 and its
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lysine residue suggests that mature SUMO4 is likely to form chains
in vivo. Consistent with this assumption, a link between SUMO3 and
K11 of SUMO4 has been identiﬁed in a proteomic approach [22]. It is
an interesting question whether SUMO4 chains, because of Pro-90, are
more resistant to chain de-polymerizing SUMO-speciﬁc isopeptidases
and therefore possibly a prominent feature of SUMO4 conjugates.
SUMO proteinmodiﬁcation is reversible [26,27]. Single SUMOmoie-
ties or SUMO chains can be deconjugated by SUMO isopeptidases
(termed ULP, SENP or SUSP), which therefore, aside from the enzymes
controlling SUMO conjugation, fulﬁll important roles in controlling the
sumoylation state of proteins (see references [28–31] for reviews on
this subject). The Ulp2 protein in S. cerevisiae, as well as its closest rela-
tives in mammals, Senp6 (also known as Susp1) and Senp7, appear to
provide themain SUMO chain depolymerizing activities in these organ-
isms [12,32,33].
SUMO chains have been implicated in the response to replication ar-
rest and various forms of stress, as well as in a variety of other cellular
functions [34–39]. They serve as targeting signals recognized by mem-
bers of a novel class of ubiquitin ligases termed SUMO-targeted
ubiquitin ligases (STUbL) or ubiquitin ligases (E3) for sumoylated
proteins (ULS, E3-S) [40–44]. As discussed in more detail below, it is
one function of ULS-mediated ubiquitylation of sumoylated proteins
to target them for degradation by the proteasome. ULSs thus contribute
an additional regulatory mechanism to the control of the levels of
sumoylated forms of a substrate. In other cases, ULSs appear to generate
a novel composite binding motif recognized by tandem ubiquitin and
SUMO interactionmotifs. In this review,we have focused on the proper-
ties and function of ULS-type ubiquitin ligases.
3. Properties and functions of ULS enzymes
A number of ULSs were identiﬁed due to their interaction with
SUMO, the presence of SUMO interaction motifs (SIMs), or because
of the sequence similarity between them (Fig. 1). The SIMs were
shown to mediate their preference for sumoylated substrates
[37,40,42,43,45–48]. SIMs are short peptide motifs that can be classi-
ﬁed as SIMa, SIMb, or SIMr according to their exact amino acid se-
quence (Fig. 1). They are usually found in an unstructured context
and are thought to adopt into a short β strand structure which
binds to a grove formed by a β strand and an α helix of SUMO (see
reference [5] for a more detailed discussion). ULSs that have been
functionally dissected thus far combine two features, a RING domain
that mediates interaction with an E2 ubiquitin-conjugating enzyme
and which identiﬁes them as ubiquitin ligases, and SIMs that charac-
terize them as SUMO interactors (Fig. 1). Most of the ULSs studied
thus far bear multiple SIMs, which mediate cooperative binding to
multiple SUMO units thereby providing a preference for substrates
with SUMO chains [40,42].
3.1. ULS enzymes in budding and ﬁssion yeast
Characterization of several yeast ULSs provided the ﬁrst in vivo evi-
dence for the physiological relevance of SUMO-targeted ubiquitylation.
3.1.1. S. cerevisiae Uls1
Uls1 (also known as Ris1/Dis1/Tid4) is one of two RING ﬁnger
ubiquitin ligases identiﬁed as SUMO interacting proteins via two-
hybrid interaction screening [40,45]. Uls1 is a large protein of 1612
amino acids. Its domain structure comprises 4 predicted SIMs in
the N-terminal half, a Swi2/Snf2-like translocase motif in themiddle,
and a RING ﬁnger motif closer to its C-terminus (Fig. 1) [40,45,49,50].
Mutant strains lacking Uls1 accumulate high molecular weight
(HMW) SUMO conjugates. This phenotype is enhanced upon com-
bining uls1Δ with a mutation (slx5Δ) affecting Uls2, the second ULS
identiﬁed in S. cerevisiae, a heterodimer composed of Slx5 and Slx8[40]. Together, these data indicated that Uls1 has overlapping func-
tions with Uls2. However, a direct biochemical proof of ULS activity
is still missing for Uls1, as this large protein has been difﬁcult to pu-
rify. Based upon our in vivo ﬁndings, we proposed that ULSs, such as
Uls1 and Uls2 in yeast, have a function in providing a proteolytic
control of SUMO conjugates (Fig. 2) [40]. The relevance of a link be-
tween SUMO modiﬁcation and the ubiquitin/proteasome system
(UPS) has been underscored by a systems biology study that investi-
gated physical and genetic interaction networks involving SUMO re-
lated functions [51]. Uls1 or uls2 mutations, as well as mutations
affecting the proteasome, for example, were found to cause synthetic
ﬁtness defects when combined with SUMO pathway mutations.
Other components of the UPS were shown to either interact with
SUMO in 2-hybrid assays or to be modiﬁed by sumoylation [51].
The signiﬁcance of the Uls1 Swi2/Snf2 domain can be derived from
genetic data indicating that Uls1 has overlapping functions with
Rdh54 and Rad54, two other Swi2/Snf2-related translocases. Uls1 can
partially substitute for these proteins in DNA damage repair and recom-
bination [52,53]. During double strand break (DSB) repair and recombi-
nation, the RecA-like recombinase Rad51 forms helical ﬁlaments on
single-stranded DNA (ssDNA), which invade the homologous double-
stranded DNA (dsDNA). In the resulting heteroduplex DNA, the homol-
ogous region in the dsDNA can serve as a template for recombinational
damage repair. The Rad51-dsDNA complex has to be dismantled by
Swi2/Snf2-related translocases to allow completion of the repair. In dip-
loid cells, Uls1 appears to contribute to minimizing the toxic accumula-
tion of Rad51-dsDNA complexes in the absence of Rad54 and Rdh54
[52]. A uls1Δmutation was in addition shown to attenuate the toxic ef-
fect of Rad51-dsDNA accumulation that occurs in an sgs1Δmutant. Sgs1
is a helicasewith similarity to Escherichia coli RecQ aswell as the human
WRN and BLM proteins [54]. The data suggest that Uls1 directs
replication-associated lesions into a post-replication repair pathway
that requires a functional Sgs1 helicase [55]. The Swi2/Snf2-type
helicase domain of Uls1 is required for this function. Whether a func-
tional RING ﬁnger or the SIMs of Uls1 are required aswell in this process
has not been investigated as of yet. While the Rad51 protein itself ap-
pears not to be sumoylated, Rad52, the protein that promotes Rad51
loading onto ssDNA, is sumoylated in a DNA damage-inducible manner
[56,57]. A SIM in Rad51 promotes Rad51–Rad52 interaction and Rad51
loading [57]. It was shown that SIMs in the ATP-dependent segregase
Cdc48/p97 and its co-factor Ufd1 play an important role in segregating
sumoylated Rad52 from Rad51 thereby restricting Rad51 levels on
DNA [57]. It will be interesting to see whether SIMs in Uls1 as well con-
tribute to its role in controlling Rad51-dependent processes.
Interestingly, Uls1 was identiﬁed earlier as a yeast two-hybrid
interactor of Dmc1, a meiosis-speciﬁc RecA and Rad51 homolog [50].
During meiotic recombination, Uls1 and Rdh54 speciﬁcally interact
with Dmc1 and dissociate it from bulk chromatin, whereas Rad54 ap-
pears to act speciﬁcally only on Rad51 [52]. It may be worth noting in
this context that formation of SUMO chains have been implicated in
meiosis-speciﬁc processes [58–60]. Again, an interesting question
therefore is whether Uls1 SIMs are required for its function in meiosis.
A recent study has revealed that it is another function of Uls1 to
maintain normal inhibition of non-homologous end joining (NHEJ) at
telomers, which is crucial to prevent the fusion of chromosomal ends
[61]. Evidence reported in this study suggested that Uls1 inhibits NHEJ
of telomers by removing non-functional poly-sumoylated forms of the
Rap1 protein. While unmodiﬁed Rap1 is required to prevent telomere
fusion, this function seems to be impaired by poly-sumoylation of
Rap1. This conclusion is supported by the observations that sumoylation
site mutations in Rap1 and a mutation that inhibits SUMO chain forma-
tion (Smt3-K11,15,19R) bypass the requirement of Uls1 in preventing
telomere fusion [61]. Mutational analysis indicated that both the
translocase and ubiquitin ligase activity of Uls1 are necessary to coun-
teract this effect of poly-sumoylated Rap1. Even though a requirement
of Uls1 SIMs in this process was not demonstrated directly, it was
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from the DNA using its translocase activity, and targets it for
proteasomal degradation using its ubiquitin ligase activity [61].
Uls1 is localized in the nucleolus as well as in the nucleoplasm and
was shown to interact, in a SUMO-dependent manner, with the Ebp2
protein present in the nucleolus [62]. Ebp2 is a yeast homolog of
Epstein–Barr virus nuclear antigen 1-binding protein 2. Ebp2 is impor-
tant formaturation of 25S rRNA and the assembly of 60S ribosomal sub-
units. AnN-terminal SIMof Uls1 is required for its interactionwith Ebp2
[62]. The signiﬁcance of this interaction, whichmight point to a possible
function of Uls1 in ribosome biogenesis, and whether the ubiquitin li-
gase activity is of relevance in this context, remains to be established.
A recent study revealed an interesting direct connection of Uls1with
another ULS enzyme in budding yeast, Uls2 (Slx5–Slx8), the properties
of which are discussed in more detail in the following section. The re-
ported data show that Uls1 binds to Slx5 and negatively regulates its
function [63]. One interesting possibility, that was not addressed in
this study, is that Uls1 competeswith Slx8 for binding to Slx5 and there-
by inhibits Slx5–Slx8 function, possibly by forming an alternative Slx5
complex with a distinct function.
3.1.2. S. cerevisiae Uls2, a Slx5–Slx8 heterodimer
Uls2 was identiﬁed as a second ULS in S. cerevisiae because of its
2-hybrid interaction with SUMO [40,45,46]. Uls2 is a DNA binding
heterodimer formed by the two RING ﬁnger proteins Slx5 and Slx8
[64]. An independent link of this enzyme to the SUMO systemwas pro-
vided by the observation thatmutations in the SLX5 or SLX8 genes wereFig. 1. Schematic representation of SUMO-targeted ubiquitin ligases. Uls1, the heterodimer Slx
Similar to Slx5 in budding yeast, Rfp1 and Rfp2 form complexes with Slx8 in S. pombe. Rnf4 and
molog, ORF61p and Degringolade inDrosophila melanogaster have also been identiﬁed as ULS en
type-r SIMs, and red bars depict non-canonical or proposed SIMs.synthetically lethal with variousmutations affecting SUMO conjugation
[65]. Slx5 (also known as Hex3) bears multiple SIMs of the a- and b-
type, whereas only a single SIMa is present in Slx8 (Fig. 1). This combi-
nation of SIMs enables the binding of HMW-SUMO conjugates, the for-
mation of which involves SUMO chain formation [40,66]. Mutants
lacking Uls2 accumulate such HMW-SUMO conjugates. It appears to
be one important function of Uls2, in cooperation with the E2 enzyme
Ubc4 or its paralog Ubc5, to target poly-sumoylated proteins for degra-
dation by the proteasome [40]. Biochemical evidence indicated that
Slx5–Slx8 preferentially attaches ubiquitin to the terminal SUMOmoie-
ty of a chain [66].
Genetic data link Slx5 and Slx8 to DNA damage repair and genome
stability. SLX5 and SLX8 were originally identiﬁed in a genetic screen
as genes required in a strain lacking the Sgs1 helicase introduced
above [67]. Sgs1mutants show increased rates ofmitotic recombination,
in particular at rDNA repeats, as well as of chromosomemissegregation
(see references [68,69] for recent reviews). They are also impaired in ho-
mologous mitotic and meiotic recombination [70,71]. Mutations in
WRN and BLM, the human homologs of Sgs1, cause premature aging
(Werner's syndrome) or genome instability and cancer (Bloom's syn-
drome), respectively [54]. A functional conservation of these proteins
to yeast Sgs1 is indicated by the observation that the WRN and BLM
genes can complement the hyper-recombination phenotype of sgs1mu-
tants [72]. Defects caused by the inactivation of SGS1 go along with an
accumulation of HMW-SUMO conjugates suggesting that Slx5–Slx8
may have a function in promoting turnover of SUMO-modiﬁed proteins
in the course of, or following DNA repair processes [66]. On the other5/Slx8 (Uls2) and Rad18 have been identiﬁed as ULS or ULS-like enzymes in S. cerevisiae.
Rnf111/Arkadia in humans, Herpes-Simplex Virus ICP0 and its Varicella-Zoster Virus ho-
zymes. The blue bars depict type-a SIMs, green bars depict type-b SIMs, purple bars depict
78 A.M. Sriramachandran, R.J. Dohmen / Biochimica et Biophysica Acta 1843 (2014) 75–85hand are the observations that slx5 and slx8mutations are lethal in the
absence of Sgs1, and that this lethality is suppressed when SUMO
chain formation is promoted by the inactivation of the Ulp2 SUMO
chain depolymerizing enzyme [67,73]. One plausible explanation for
both observations could be that SUMO-modiﬁed proteins, which are ini-
tially essential in dealing with defects caused by the sgs1 mutation,
subsequently need to be removed from the damage site either by
ubiquitin-dependent degradation or by another process that requires
formation of longer SUMO chains. One possibility is that the segregase
Cdc48, maybe together with its co-factor Ufd1, both of which have
SUMO interacting properties [45,51,57,74–76], might act in removing
poly-sumoylated substrates from DNA damage sites. Consistent with
this notion, it was recently demonstrated that Cdc48–Ufd1–Npl4 are ca-
pable of preventing the accumulation of poly-sumoylated proteins in a
ﬁssion yeastmutant impaired in proteasome function [76]. The synthet-
ic growth defects of mutations affecting the Ufd1 SIM and Slx8 support
the conclusion that the Cdc48 segregase complex and ULS activity
depending on Slx8 operate in separate pathways to control poly-
sumoylated proteins. This is further supported by the observation that
this synthetic growth defect is suppressed by mutations in SUMO that
inhibit chain formation [76]. Together, these ﬁndings implicate Slx5–
Slx8 and its relative in ﬁssion yeast (discussed in more detail in a later
section) in the control of sumoylated proteins that accumulate at stalled
replication forks and DNA damage sites. Consistent with this notion,
Slx5 or Slx8 were shown to co-localize with DNA replication centers,
DNA double strand breaks, or Rad52 foci [77].
A recently reported genome-wide chromatin immunoprecipitation
(ChIP-chip) analysis revealed a stable centromer association of Slx5,
but not of Slx8 [78]. Additional experimentation prompted by these
ﬁndings showed that slx5 and slx8 mutants both displayed increased
chromosome missegregation leading to aneuploidy. This phenotype
could be related to defects in spindle positioning and dynamics [78].Fig. 2. Role of SUMO-ubiquitin hybrid conjugates in protein targeting. Depicted is a model illus
sumoylated proteins (ULSs or E3-S). A mono-sumoylated form of a substrate can either be des
chain is recognized bymultiple SUMO interactionmotifs (SIMs) of theULS enzyme, a RINGﬁnge
ubiquitin (Ub) moieties to the already SUMOmodiﬁed substrate. The ubiquitin modiﬁcationm
tive (upper part), a substrate carrying a hybrid SUMO-ubiquitin chain is recognized by a protei
actionmotifs (UIMs). Thismechanismwas shown tomediate recruitment of the Brca1-A compl
the activity of the ULS Rnf4. SIM color code corresponds to the one shown in Fig. 1.These ﬁndings, together with similar observations made upon knock-
down of RNF4 in human HeLa cells, indicated that these ULS enzymes
have a conserved function in maintaining genome integrity during mi-
tosis [78]. The authors of this study speculated that the increased DNA
damage observed in these ULS mutants may occur during mitosis as a
consequence of impaired chromosome segregation [78].
Slx5–Slx8, in addition, has been implicated in protein quality control
of nuclear proteins. A mutant version of transcriptional regulator Mot1
was found to be a SUMO-dependent substrate of Slx5–Slx8 [79]. Anoth-
er recent study carried out with human cells implicated the small heat
shock protein Hsp27 in a similar SUMO-dependent process. Hsp27 pro-
moted sumoylation of a mutant version of the cystic ﬁbrosis transmem-
brane conductance regulator (CFTR). The sumoylated forms of CFTR
were shown to be targeted for proteasomal degradation by the ULS
RNF4 [80]. These ﬁndings are consistent with the observation that
sumoylated forms of proteins accumulate under conditions that induce
protein misfolding [79,81].
Slx5–Slx8 appears to have also SUMO-independent functions as it
was shown to target the transcriptional repressorMatα2 independently
of whether the cellular sumoylation system was inhibited or not. Inter-
estingly, however, mutation of multiple SIMs in Slx5–Slx8, which
inhibited SUMObinding, also inhibited the activity of the ligase towards
Matα2 suggesting that this protein might expose surface features that
resemble the ones that SIMs recognize in SUMO [82]. In more general
terms, such SUMO-mimetic features of proteins could thus be consid-
ered as signals mediating ULS-dependent targeting.
3.1.3. S. cerevisiae Rad18
The sliding clamp protein proliferating cell nuclear antigen (PCNA)
is a cofactor of DNA polymerases that coordinates their recruitment
and functions during DNA replication as well as in damage repair [83].
PCNA interaction properties are regulated by competing modiﬁcationstrating targeting of sumoylated forms of a substrate mediated by ubiquitin ligases (E3) for
umoylated by an ULP/SENP enzyme or be polysumoylated. The substrate-attached SUMO
rprotein that, in conjunctionwith a ubiquitin-conjugating enzyme (E2) attaches additional
ay ﬁnally result in targeting of the substrate to the proteasome (lower part). As an alterna-
n such as Rap80 (a subunit of the Brca1 complex) bearing a SIM as well as ubiquitin inter-
ex to the sites of DNA damage, where such hybrid conjugates are generated as the result of
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observed during S phase andwas shown tomediate interactionwith the
Srs2 helicase, which inhibits untimely recombination by preventing for-
mation of Rad51 ﬁlaments [84,86–88]. More recently it was shown in S.
cerevisiae that particularly the sumoylated form of PCNA is a physiolog-
ical substrate of the RING ﬁnger ubiquitin ligase Rad18. Sumoylation of
PCNA enhances recognition and ubiquitylation by Rad18 in vitro but is
not essential for it. Binding of SUMO by Rad18 is mediated by a single
typical SIM (Fig. 1), which classiﬁes yeast Rad18 as an ULS-like enzyme
apparently with a speciﬁcity for a mono-sumoylated substrate [89]. It
was proposed that the preference of yeast Rad18 for sumoylated
PCNA may assure a direct transition of a PCNA trimer, in which at
least one subunit is sumoylated, to its ubiquitylated form, a mechanism
which could be particularly important when replication problems or
DNA damage occur [89]. The SUMO-enhanced ULS-like function of S.
cerevisiae Rad18, however, is not conserved, as the SIM is absent from
human Rad18. Accordingly, human Rad18 does not show an enhanced
activity towards sumoylated PCNA [89]. Nonetheless, this example
shows that the targeting efﬁciency of a substrate that is selected by a
SIM-independent binding site in an ULS can be modulated by an addi-
tional SUMO–SIM interaction. A similar but even more complex exam-
ple of such a recognition mode may be the one described in a later
section for the Drosophila ULS Degringolade.
3.1.4. S. pombe RFP1,2–SLX8
A ﬁssion yeast ULS composed of Slx8, an apparent ortholog of bud-
ding yeast Slx8, and one of two redundant RING ﬁnger proteinswith se-
quence similarity to human Rnf4, namely Rfp1 or Rfp2, has been
implicated in genome stability and DNA damage repair (Fig. 1)
[47,48,90]. Mutations impairing the function of this ULS led to an accu-
mulation of SUMO conjugates and a suppression of growth defects
caused by deletion of the SUMO ligase gene pli1 [47,91]. One relevant
substratewas recently shown to be topoisomerase I (Top1), sumoylated
forms of which accumulate in slx8mutants in a Pli1-dependentmanner
[91]. These observations indicated that Rfp1/2–Slx8 down-regulates
SUMO conjugates. Rfp1/2–Slx8 was shown to bind SUMO conjugates
via multiple SIMs. It was also shown to ubiquitylate either a GST-
SUMO fusion protein or the Rad60 protein in vitro [47,48]. The latter is
a conserved protein bearing two SUMO-like domains that has been im-
plicated in the DNA damage response.
Mutants affected in the function of Rfp1/2–Slx8 indicated that this
ULS has an important role in preventing the accumulation of DNA dam-
age as detected by the increased formation of Rad22 (S. pombe Rad52)
foci [47]. Additional data suggest that Rfp1,2–Slx8 is required to remove
proteins from repair sites that are sumoylated in response to DNA dam-
age or replication fork arrests [92]. One relevant mechanisms is the
Slx8-dependent suppression of DNA damage and genome instability
caused by unrepaired covalent Top1-DNA adducts (Top1-cc) [93]. Slx8
is required for a process of Top1-cc repair that is mediated by the
Rad16-Swi10 endonuclease. This process appears not to be mediated
by Pli1 but by the Nse2-based SUMO ligase, and is not clear whether
Top1 is the relevant Slx8 target in this context [93].
3.2. Human ULS enzymes
3.2.1. Rnf4
The human Rnf4 protein (also known as small nuclear RING ﬁn-
ger protein (SNURF) [94]) is probably the most extensively studied
ULS at this point in time [37,42,43,47,48]. Although with only 190
amino acid residues it is the smallest ULS characterized thus far,
Rnf4 comprises at least three clear SIMs (Fig. 1). These SIMs medi-
ate a similar binding to SUMO1 and SUMO2, with a preference for
chains of a length of at least 3 SUMO moieties [42]. These proper-
ties of the Rnf4 SIM domain enabled its utilization as a binding plat-
form for puriﬁcation and identiﬁcation of polysumoylated proteins
[21]. Rnf4 functions as a homodimer, in which the RING domains ofboth subunits make contact with a single ubiquitin-charged E2
[95–97].
The promyelocytic leukemia protein (PML) was identiﬁed as a ﬁrst
physiological substrate of Rnf4. The PML protein, aswell as its oncogenic
variant PML-RARα (a fusion protein with the retinoic acid receptor α
expressed as a result of a chromosomal translocation in patients with
acute promyelocytic leukemia), were earlier shown to be degraded in
a SUMO-dependentmanner by the proteasome after treatmentwith ar-
senic trioxide (ATO) [98].While no ubiquitylation prior to ATO-induced
degradation was observed in this study, the discovery of proteins with
ULS activity suggested a SUMO- and ubiquitin-dependent mechanism
[40]. Several studies proved this to be the case and revealed that Rnf4
is a ubiquitin ligase mediating ATO-induced proteolytic targeting of
PML. Rnf4 was shown to promote ubiquitylation of sumoylated PML
in vitro and to disrupt PML nuclear bodies (PML-NBs) in cells treated
with ATO [37,42,43]. The increase in PML sumoylation upon ATO treat-
ment can at least in part be explained by direct binding of ATO to PML,
which results in PML oligomerization and an increased afﬁnity for the
SUMO conjugating enzyme Ubc9 [99]. Rnf4-mediated ubiquitylation
then targets polysumoylated PML for degradation by the proteasome.
Ubiquitylation of sumoylated PML by Rnf4 was found to occur both on
lysine residues of SUMO and of PML. As ubiquitin–ubiquitin linkages in-
cluding K48 linked ones were detected among the hybrid conjugates,
sumoylated PML is apparently poly-ubiquitylated by Rnf4 [42,43]. The
latter modiﬁcation is sufﬁcient to explain the recognition by the
ubiquitin receptors present in the 26S proteasome [100]. Rnf4 was
shown to localize to PML-NBs in a SIM- and SUMO2/3-dependent man-
ner [42,101,102]. Because PML-NBs are a place where, aside from PML,
multiple sumoylated proteins such as Sp100 and Daxx come together
[103,104], it is a likely possibility that other PML-NB components are
targets of Rnf4 as well.
Another physiological Rnf4 substrate that was shown to be targeted
for proteasomal degradation is the kinetochore protein CENP-I. The ob-
servation that Senp6, a SUMO chain depolymerizing enzyme, inhibited
Rnf4-mediated degradation of CENP-I indicates that its targeting, simi-
lar to what was concluded for PML, involves SUMO chain formation.
Consistent with this notion, HMW-SUMO2/3-conjugates of CENP-I ac-
cumulated upon depletion of Rnf4 or upon inhibition of the proteasome
[105].
In addition, Rnf4 has been implicated in the proteolytic control of
sumoylated hypoxia-inducible factors (HIFs) [106]. Hif1α and Hif2α
are transcriptional activators with important roles in fetal development
and during tumor angiogenesis [107]. Oxygen deprivation (hypoxia)
leads to increased sumoylation of both activators. Depletion of Rnf4
was shown to cause an accumulation of SUMO2/3-modiﬁed forms of
Hif2α without apparent effects on the overall level of the protein. The
von Hippel–Lindau (VHL) ubiquitin ligase, which had earlier been im-
plicated in a proteolytic control of sumoylated Hif1α [108], apparently
also contributes to the accumulation of sumoylated Hif2α [106]. VHL
function itself is inhibited by PIASy-mediated sumoylation, which is in-
duced upon hypoxia [109]. At this point in time, a typical SIM or an al-
ternative SUMO binding site in VHL has not been mapped down to the
level of amino acid residues. It will be interesting to understand the
mechanistic details of how VHL acts on sumoylated HIFs.
Another transcription factor, the activity of which is controlled by
sumoylation and Rnf4-mediated ubiquitylation is Pea3. This
transcription factor is activated by extracellular signal-regulated ki-
nase (ERK) mitogen-activated protein (MAP) kinase signaling in a
SUMO-dependent manner [110]. Pea3 was shown to be
ubiquitylated by Rnf4 following its sumoylation and to be degraded
by the proteasome. Knockdown experiments indicated that Rnf4-
mediated ubiquitylation of Pea3 is required for full transcriptional
activation of its target genes. This could either be explained by a di-
rect role of the ubiquitin modiﬁcation in transcriptional activation
and/or a requirement of transcription factor recycling in a sustained
activation [110].
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scriptional response to heat shock by promoting SUMO-dependent
ubiquitylation and proteasomal degradation of poly(ADP-ribose)
polymerase 1 (PARP-1) [111]. This study revealed that PARP-1 func-
tion in heat-induced transcription of the Hsp70.1 gene is promoted
by its PIASy-mediated sumoylation. Rnf4-mediated ubiquitylation
of sumoylated PARP-1 was furthermore shown to be required for
full Hsp70.1 expression both under induced and non-induced condi-
tions, possibly by promoting rapid recycling of PARP-1 [111].
Rnf4 was reported to be essential for embryogenesis in mice and
identiﬁed as a factor promoting DNA demethylation [112]. In this
study, Rnf4 was shown to bind to the relevant enzymes thymine DNA
glycosylase (TDG) and apurinic/apyrimidinic (AP) site endonuclease
(APE1). TheRnf4 SIMdomainwas sufﬁcient for this interaction, butmu-
tation of all known SIMs did not prevent binding. These data suggested
that SUMO–SIM interactions and hence ULS activity may not be in-
volved in the regulation of TDG and APE1 by Rnf4. On the other hand,
there is evidence that TDG localizes to PML-NBs in a SUMO-dependent
manner [113], which would ﬁt well with a role of SUMO in Rnf4-
mediated regulation of TDG.
Another interesting target of Rnf4 is Human T-cell Leukemia Virus
Type 1 (HTLV-1) oncoprotein Tax. The localization of the Tax protein
in nuclear speckles is promoted by sumoylation. DNA damage-induced
translocation of Tax from the nucleus to the cytosol requires Rnf4
[114]. This study indicated that Rnf4-mediated ubiquitylation does not
always mediate proteasomal degradation of its substrate but can also
have an inﬂuence on its subcellular localization. Consistent with this as-
sumption, it was shown recently that Rnf4, when operating together
with the E2 Ube2w in vitro, is capable of attaching a single ubiquitin to
the amino terminus of a SUMO chain [115]. Together with another E2,
Ubc13–Uev1, Rnf4 can use N-terminally mono-ubiquitylated SUMO
chains as a substrate to add K63-linked ubiquitin chains. Such chains
are not expected to mediate degradation by the proteasome, but have
been observed to accumulate at DNA damage sites as a result of Rnf4 ac-
tivity [116,117].
Rnf4 has also been shown to target a mutant version of CFTR impli-
cating this ULS in protein quality control, similar to what has been sug-
gested for Slx5–Slx8 in budding yeast (see above) [118].
Despite the large differences in sequence, size and overall structure,
Rnf4 was shown to suppress phenotypes of mutants impaired in Slx5–
Slx8 function in S. cerevisiae or in Rfp1,2–Slx8 function in S. pombe,
which are related to functions of these ULSs in DNA damage repair
and processing of stalled replication forks [40,47,48]. Because these
ubiquitin ligases do not have much in common beyond their RING do-
mains and the presence of SIMs, these observations suggested that
ubiquitylation of sumoylated proteins (bona ﬁde ULS activity) is under-
lying the observed suppression and is thus an evolutionary conserved
biochemical process with important cellular functions. These ﬁndings
point to important roles of ULS activity in the response to DNA damage
and replication problems, which are discussed in more detail further
down in a separate section focusing on this subject.
3.2.2. Arkadia/RNF111
A recent study that used a bioinformatic approach to search for
human proteins with multiple SIMs identiﬁed the RING ﬁnger protein
Arkadia (also known as RNF111) as a novel ULS (Fig. 1) [119]. Arkadia
is a ubiquitin ligase that promotes TGF-β (transforming growth factor
β) signaling by targeting negative regulators such as SMAD7, c-Ski or
SnoN for degradation [120]. In this signaling pathway, binding of TGF-
β to its receptor results in phosphorylation of Smad3 and its release
from Axin. Smad3 then joins with Smad4 to enter into the nucleus and
activate transcription of target genes. This process is negatively regulat-
ed by SMAD7, which binds to Axin and prevents release of Smad3.
Arkadia has been shown to mediate ubiquitylation and degradation of
Smad7 as well as of other negative regulators of TGF-β signaling such
as c-Ski or SnoN [120]. Interestingly, several players in the c-Ski TGF-βsignaling pathway, namely TGF-β receptor, Smad3, Smad4 and Axin
were reported to be modiﬁed by sumoylation [121–125]. It is therefore
an intriguing possibility that Arkadia activity in the TGF-β pathway in-
volves its function as an ULS [119]. Arkadia bears at least 3 functional
SIMs, which are closely spaced, analogously to the situation for RNF4
(Fig. 1). These SIMs are similar to a VIDLT consensus sequence (classiﬁed
as type-b in [5]) andwere shown tomediate particularly strong binding
of artiﬁcial linear SUMO1 or SUMO2 chains suggesting that the function
of Arkadia involves the recognition of poly-SUMO signals [119]. Another
study identiﬁed the promyelocytic leukemia (PML) protein as one
in vivo substrate of Arkadia [126]. It was shown that depletion of
Arkadia caused an accumulation of poly-sumoylated PML upon treat-
ment with ATO. This effect was synergistic with that of Rnf4 depletion.
Based upon this observation, it was suggested that Rnf4 and Arkadia,
which form homo-dimers but no heterodimers with each other, both
contribute to ATO-induced and SUMO-dependent degradation of PML
[126]. While SIMs of Arkadia appear to be required for its function in
targeting PML, the authors of this study came to the conclusion that
they are not essential for SnoN/Ski degradation in response to TGFβ
[126]. Sun and colleagues, in contrast, promote the view that SUMO
binding by Arkadia, and its RING domain-mediated ubiquitin ligase ac-
tivity together, i.e. its ULS activity, have a speciﬁc role in the TGFβ path-
way [119].
3.3. Drosophila Degringolade
Degringolade (Dgrn) (Fig. 1), a protein related to RNF4, has been
identiﬁed in Drosophila as a negative regulator of the developmental
transcription factor Hairy, which has an important role during embry-
onic segmentation and neurogenesis, and of its co-repressor Groucho
[127–129]. Dgrn mutations suppress the embryonic lethality of hairy
mutants. Targeting of Hairy present in a complex with Groucho by
Dgrn involves an intriguing recognition mechanism. Via its RING do-
main, Dgrn binds to a basic region of Hairy. Simultaneously, it binds to
sumoylated Groucho via its SIMs [128,130]. As a consequence, Hairy is
ubiquitylated and separated from Groucho. Ubiquitylation of Groucho
itself was not detected [128]. Thismechanism thus appears to represent
an example, in which the SUMO–SIM interaction cooperates with an-
other binding site to provide speciﬁc recognition of a substrate by an
ULS.
3.4. Viral ULS enzymes
The cellular SUMO protein modiﬁcation system is functionally
intertwined with the biology of viruses in multiple ways (see [131] for
a recent review). Several viruses express RING ﬁnger ubiquitin ligases
bearing SIMs that have recently been shown to possess ULS activity
(Fig. 1) [132,133].
3.4.1. ICP0
The ‘Infected Cell Polypeptide 0’ (ICP0) RING ﬁnger ubiquitin ligase
of herpes simplex virus 1 (HSV-1) is important for efﬁcient initiation
of lytic infection aswell as for reactivation of viral genomes from latency
[132]. It was shown that, upon infection with ICP0-null mutant viruses,
proteins stored in PML nuclear bodies (NBs) such as PML, Sp100, hDaxx
and ATRX accumulate on the viral DNA and prevent its replication. This
recruitment of host proteins to the viral DNA is dependent on SUMO–
SIM-mediated interaction [134]. Upon infection, SUMO1 and SUMO2/3
conjugates are enriched at sites of viral genomes [135]. This response
is a part of the intrinsic antiviral defense mechanism, and the virus
uses ICP0 as a counteractive measure [132]. Consistent with a role of
ICP0 as an ULS, HSV-1 infection promotes a general loss of HMW-
SUMO conjugates in a proteasome-dependent manner. ICP0 also pro-
motes disruption of PML-NBs and the degradation of PML [136]. ICP0 re-
quires its C-terminal domain for binding to the deubiquitylating
enzyme Usp7/HAUSP, and PML-NB localization sequences to efﬁciently
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tion with ICP0-null mutant virus, there is an accumulation of SUMO1
and SUMO2/3 conjugates.
ICP0 has at least 3 SIMs that were shown to be important for the
down-regulation of cellular SUMO conjugates as well as of PML
(Fig. 1) [135]. The SIMs in ICP0 appear to function cooperatively and
to some degree redundantly as is suggested by the observation that a
triplemutant shows amore drastic effect on SUMO conjugates than sin-
gle or double mutants [135]. ICP0 targets PML more efﬁciently than
SUMO conjugates in general. However, whereas PML isoforms II–VI re-
quired sumoylation to be recognized by ICP0, only isoform I is also
targeted without sumoylation. Together these data suggest a dual
targeting mechanism for ICP0, in which both intrinsic signals in its sub-
strate (PML) as well as the SUMO modiﬁcation on it can be recognized
by the ligase [135]. In line with a contribution of SUMO-independent
recognition, ICP0 is also thought to target proteins such as RNF8, p53
and USP7 in a SUMO-independent manner [137–140].
3.4.2. ORF61p
ORF61p is a Varicella Zoster Virus ortholog of ICP0. Like ICP0, it is im-
portant for infectivity of the viral DNA. Both proteins target PML-NBs,
however ICP0 promotes ubiquitylation of both PML and Sp100, whereas
ORF61p speciﬁcally targets Sp100 [141,142]. Nonetheless, ORF61p pro-
motes dispersal of PML-NBs and can partially complement ICP0 null
mutations [142,143]. ORF61p has a much stronger afﬁnity for SUMO1
than for SUMO2/3. It has three SIMs, two closely spaced near the RING
domain, and a third one closer to its C-terminus (Fig. 1). The C-
terminal type-b SIM appears to provide the main binding afﬁnity for
SUMO whereas the other two appear to have only supporting roles.
These SIMs are required for the association with and dispersion of
PML-NBs, whereas the RING domain is not required for the association
with PML-NBs but for their dispersal. The SIMs are also of critical impor-
tance for normal viral replication and for the typical VSV-mediated le-
sions to occur [143].
Similar to ICP0, ORF61p also appears to target substrates for
proteasomal degradation in a SUMO-independentmanner. Suppression
of NF-κB activation by TNF-α, for example, requires a functional RING
domain of ORF61p but not its SIMs [143]. These data indicate that
ORF61p uses substrate binding sites other than the SIMs to recognize
some of its substrates.
4. ULS enzymes in genome stability and DNA damage repair
The analysis of yeast mutants deﬁcient either in SUMO conjugation
or in chain depolymerization revealed that the SUMO system has im-
portant roles in the resistance to various forms of DNA damage
[39,84,85,144–149]. An intact SUMO pathway appears to be important
for the recovery from DNA damage checkpoint-induced arrest [51].
Many additional studies not only with yeast but also with mammalian
cells implicated SUMO modiﬁcation in the control of genome stability
(for more details on the role of SUMO in the regulation DNA damage re-
pair and chromatin function, see recent reviews [6,92,150–153]). Sys-
tematic studies identiﬁed many proteins involved either in double
strand break (DSB) repair or in nucleotide excision repair (NER) that
are SUMO modiﬁed, and their modiﬁcation is enhanced in response to
DNA damage [38,56,154]. Such ﬁndings led to the conclusion that a si-
multaneous sumoylation of many DNA damage repair factors results
in a synergistic stimulation of repair processes probably by stabilizing
physical interactions of these proteins [56].
Assessment of the SUMO2 conjugated forms of proteins that increase
upon proteasome inhibition revealed that many DNA repair factors are
among these proteins [155]. This observation indicated that ULS-
mediated proteolytic targeting may play an important role in the recov-
ery from DNA damage and the concomitant induction of sumoylation of
many proteins. Indeed, multiple lines of evidence have implicated ULSs
in DNA damage responses. As mentioned in earlier sections devoted tothese speciﬁc ULSs, budding yeast Uls1 and Uls2/Slx5–Slx8 were shown
to display opposite genetic interactions with mutations affecting the
Sgs1 DNA helicase. While slx5 or slx8mutations show synthetic lethality
with sgs1 mutations, they were suppressed by the inactivation of ULS1.
Similar to mutations affecting the Rfp1,2–Slx8 protein in S. pombe, slx5
and slx8mutations cause accumulation of DNA damage [77,92].
Studies with human cells have implicated SUMO protein modiﬁca-
tion, together with ubiquitylation, in the assembly and disassembly of
repair factors at DNA double strand breaks (DSB) by contributing to
the recruitment of several important factors such as Brca1 and Rnf168
that are required for ubiquitin modiﬁcations at these sites (see refer-
ence [153] for a recent review). Recent work has revealed an important
function of Rnf4 in DSB repair [117,156–158]. Rnf4 is recruited to DSB
sites by sumoylated proteins such as 53BP1, Mdc1, and RPA. Depletion
of Rnf4 caused DNA damage hypersensitivity and defects in the loading
of RPA1, Rad51 and CtIP onto single-stranded DNA. As a consequence,
Rnf4-depleted cells were impaired in homologous recombination. In
one study, a decrease mainly of K63-linkeage-dependent poly-
ubiquitylation was observed at DNA damage sites upon Rnf4 depletion
[117]. Formation of K63 chains would favor a non-proteolytic role of
Rnf4 activity in this process [116]. The other two studies, however,
suggested, based in part upon experiments involving proteasome inhi-
bition and the effects of a ubiquitin mutant (K48R) preventing forma-
tion of K48-linked ubiquitin chains, that Rnf4-mediated ubiquitylation
of Mdc1 leads to its proteolytic targeting [156,157]. Support for the no-
tion that at least some of the Rnf4-mediated ubiquitylation at DSB sites
promotes removal and degradation of repair factors comes from the
observation that proteasomes were recruited to damage sites in an
Rnf4-dependent manner and that inhibition of the proteasome had
similar effects on the events at DSB sites as Rnf4 depletion [156]. The
p97/Cdc48 segregase together with its co-factor Ufd1, which were
recently shown not only to act on ubiquitylated substrates but also to
recognize SUMO-modiﬁed proteins, may have a role in the extraction
of products of Rnf4 activity fromDNAdamage sites [153,159]. The avail-
able data indicate that the functions of Rnf4 at DNA damage sites are
likely to involve both proteolytic and non-proteolytic ones. The impor-
tance of non-proteolytic functions of Rnf4 at DNA-damage sites can be
derived from the observation that it promotes Brca1-1 recruitment by
generating SUMO-ubiquitin hybrid conjugates recognized by Rap80,
as discussed in more detail in the following section.
5. SUMO-ubiquitin hybrid chains as a composite recognition signal
One result of ULS activity occurring upon DNA damage is the gener-
ation of thus far unidentiﬁed proteins that are modiﬁed with both
SUMO and ubiquitin. Apart from generating versions of sumoylated
proteins, which are recognized at the level of the proteasome by their
poly-ubiquitin tags, ULS-mediated attachment of ubiquitin or ubiquitin
chains to SUMO or SUMO chains also creates hybrid chains that provide
a novel composite recognition signal (Fig. 2). The relevance of the latter
became apparent through the analysis of the properties of Rap80, a
subunit of the Brca1-1 ubiquitin ligase complex. Rap80 was shown to
carry two ubiquitin interaction motifs (UIMs) and one SIM [160,161].
The combination of these motifs provides a selective recognition of hy-
brid SUMO-ubiquitin chains [160]. These properties of Rap80 are impor-
tant to direct the Brca1-1 complex to DNA damage sites [160,161]. The
identity of a relevant Rnf4 substrate that attracts Rap80 has not yet
been revealed, but among the candidates are sumoylated histones,
MDC1 as well as other repair factors [160].
Based upon the above-mentioned ﬁndings, it was proposed that
more proteins exist that, by combining ubiquitin and SUMO binding
motifs, are equipped to speciﬁcally decode hybrid chain signals generat-
ed byULS activity [162]. One of theproteins thatwas considered as a pu-
tative hybrid chain receptor is S5a/Rpn10, which is known to serve as a
ubiquitin receptor of the proteasome. Rpn10 bears a UIM and a putative
SIM [162]. This entails the possibility that Rpn10 might promote
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other SIM-containing and therefore SUMO binding protein that was
shown to interact with the proteasome is the Wss1 protein. Wss1 was
reported not only to deconjugate ubiquitin from SUMO chains in vitro
but also to depolymerize SUMO chains. Genetic data indicate that
Wss1 is important for degradation of poly-sumoylated proteins by the
proteasome in vivo [163]. Together, these ﬁndings indicate that speciﬁc
functions may be necessary for recognition and processing of SUMO-
ubiquitin hybrid conjugates at the proteasome. Of relevance in this con-
text may be also the recent observation that the Cdc48 segregase, to-
gether with its co-factor Ufd1, which was known to promote the
ubiquitin-dependent degradation of proteins [164,165], also mediates
the processing of sumoylated proteins [57,76]. Whether Cdc48 is also
involved in proteasomal targeting of sumoylated proteins, however, is
presently unknown. There is clearly more to be learned about the iden-
tities and exact roles of factors involved in proteasomal processing of
sumoylated proteins.
6. SUMO chains as ubiquitin-dependent proteolytic targeting signals
The observation that HMW-SUMO conjugates, the formation of
which depends on Lys residues required for efﬁcient chain formation,
accumulate in cells lacking ULSs or with impaired proteasome function
suggested that proteolytic targeting of poly-sumoylated substrates is
one important ULS function [40]. This concept received strong support
from the characterization of the human Rnf4 ULS and its substrates
PML, CENP1, Hif2α, Pea3, PARP-1, and Mdc1, all of which appear to be
targeted for degradation in a SUMO2/3- and Rnf4-dependent manner
(see Section Rnf4). Mass spectrometric analyses revealed that multiple
Lys (K) residues in SUMO are ubiquitylated in cells. The majority
(N50%) of ubiquitin linkages of SUMO2/3 involve its K11 residue,
which is also the sumoylation consensus site that promotes SUMO2/3
chain formation [166]. This observation suggests that ubiquitin modiﬁ-
cation of SUMO2/3 oftenmay result in a termination of SUMO chain ex-
tension. SUMO conjugation and chain formation is strongly increased
upon cellular stress and DNA damage. Based upon the example of
DNA damage response, it was suggested that SUMO modiﬁcation may
simultaneously target multiple or many proteins of a functional group
to coordinate a response by promoting interaction and assembly of rel-
evant factors [56]. It is a likely scenario that such waves of sumoylation
require a successional wave of desumoylation and ULS-mediated prote-
olysis to return to the resting state. Another stress-related function of
SUMO chains could be a role in quality control [38,79,81]. Poly-
sumoylation could on one hand promote aggregation of abnormal pro-
teins and on the other hand mediate their ULS-dependent proteolysis.
7. Concluding remarks
The recently discovered class of ULS enzymes provides a strong link
between the SUMO proteinmodiﬁcation system and the UPS. One func-
tion of a combination of SUMO and ubiquitin modiﬁcations is to gener-
ate a new modular recognition motif that has recently been implicated
in the coordination of DNA damage responses. The composite SUMO-
ubiquitin tag is recognized by proteins, such as RAP80, which bear
both SUMO and ubiquitin interaction motifs. Another important aspect
of the ubiquitylation of sumoylated proteins is to mediate their proteo-
lytic control by targeting them for degradation by the 26S proteasome.
This provides a mechanism, in addition to, but in its result also distinct
from desumoylation that contributes to the transient nature of SUMO
proteinmodiﬁcation. Thismechanism is also employed by certain virus-
es to counteract SUMO-dependent anti-viral responses. Research on
ULS enzymes is still in an early phase with additional such enzymes
bearing distinct speciﬁcities, substrates and functions still to be discov-
ered. It will be also interesting to see whether analogous enzymes exist
that speciﬁcally recognize and target substrates conjugated to other
ubiquitin family modiﬁer such as Nedd8, ISG15 or FAT10.Acknowledgements
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